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OM protein - protein search, using sw model 

Run on: March 23, 2005, 11:47:15 ; Search time 166 Seconds 

(without alignments) 
598.780 Million cell updates/sec 

Title: US-09-856-850A-18 
Perfect score' 1371 

Sequence: 1 MLKIATFNVNSIRSRLHIVI KPRLAEKPSDHLPLVAVFDV 257 

Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 2105692 seqs, 386760381 residues 

Total number of hits satisfying chosen parameters: 2105692 

Minimum DB seq length: 0 
Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 
Maximum Match 100% 
Listing first 45 summaries 

Database : A_Geneseq_16Dec04:* 
1: geneseqp1980s:* 
2: geneseqp1990s:* 
3: geneseqp2000s:* 
4: geneseqp2001s:* 
5: geneseqp2002s:* 
6: geneseqp2003as:* 
7: geneseqp2003bs:* 
8: geneseqp2004s:* 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distrib 



GenCore version 5.1.6 
Copyright (c) 1993 - 2005 Compugen Ltd. 



OM protein - protein search, using sw model 

Run on: March 23, 2005, 12:08:30 ; Search time 43 Seconds 

(without alignments) 
446.158 Million cell updates/sec 

Title: US-09-856-850A-18 
Perfect score* 1371 

Sequence: 1 MLKIATFNVNSIRSRLHIVI KPRLAEKPSDHLPLVAVFDV 257 

Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 51 3545 seqs, 74649064 residues 

Total number of hits satisfying chosen parameters: 513545 

Minimum DB seq length: 0 
Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 
Maximum Match 100% 
Listing first 45 summaries 

Database : lssued_Patents_AA:* 

1 : /cgn2_6/ptodata/1/iaa/5A_COMB.pep:* 
2: /cgn2_6/ptodata/1/iaa/5B_COMB.pep:* 
3: /cgn2_6/ptodata/1/iaa/6A_COMB.pep:* 
4: /cgn2_6/ptodata/1/iaa/6B_COMB.pep:* 
5: /cgn2_6/ptodata/1/iaa/PCTUS_COMB.pep:* 
6: /cgn2_6/ptodata/1/iaa/backfiles1 .pep:* 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 
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OM protein - protein search, using sw model 

Run on: March 23, 2005, 12:13:16 ; Search time 139 Seconds 

(without alignments) 
612.179 Million cell updates/sec 

Title: US-09-856-850A-18 
Perfect score* 1371 

Sequence: 1 MLKIATFNVNSIRSRLHIVI KPRLAEKPSDHLPLVAVFDV 257 

Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 1407402 seqs, 331 100923 residues 

Total number of hits satisfying chosen parameters: 1407402 

Minimum DB seq length: 0 
Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 
Maximum Match 100% 
Listing first 45 summaries 

Database : Published_Applications_AA:* 

1 : /cgn2_6/ptodata/1/pubpaa/US07_PUBCOMB.pep:* 
2: /cgn2_6/ptodata/1/pubpaa/PCT_NEW_PUB.pep:* 
3: /cgn2_6/ptodata/1/pubpaa/US06_NEW_PUB.pep:* 
4: /cgn2_6/ptodata/1/pubpaa/US06_PUBCOMB.pep:* 
5: /cgn2_6/ptodata/1/pubpaa/US07_NEW_PUB.pep:* 
6: /cgn2_6/ptodata/1/pubpaa/PCTUS_PUBCOMB.pep:* 
7: /cgn2_6/ptodata/1/pubpaa/US08_NEW_PUB.pep:* 
8: /cgn2_6/ptodata/1/pubpaa/US08_PUBCOMB.pep:* 
9: /cgn2_6/ptodata/1/pubpaa/US09A_PUBCOMB.pep:* 
10: /cgn2_6/ptodata/1/pubpaa/US09B_PUBCOMB.pep:* 
1 1 : /cgn2_6/ptodata/1/pubpaa/US09C_PUBCOMB.pep:* 
12: /cgn2_6/ptodata/1/pubpaa/US09_NEW_PUB.pep:* 
1 3: /cgn2_6/ptodata/1/pubpaa/US1 0A_PUBCOMB.pep:* 
14: /cgn2_6/ptodata/1/pubpaa/US10B_PUBCOMB.pep:* 
15: /cgn2_6/ptodata/1/pubpaa/US10C_PUBCOMB.pep:* 
16: /cgn2_6/ptodata/1/pubpaa/US10D_PUBCOMB.pep:* 
17: /cgn2_6/ptodata/1/pubpaa/US10_NEW_PUB.pep:* 
18: /cgn2_6/ptodata/1/pubpaa/US1 1_NEW_PUB.pep:* 
19: /cgn2_6/ptodata/1/pubpaa/US60_NEW_PUB.pep:* 
20: /cgn2_6/ptodata/1/pubpaa/US60_PUBCOMB.pep:* 



GenCore version 5.1.6 

Copyright (c) 1993 - 2005 Compugen Ltd. 



OM protein - protein search, using sw model 

Run on: March 23, 2005, 12:07:25 ; Search time 41 Seconds 

(without alignments) 
603.115 Million cell updates/sec 

Title: US-09-856-850A-1 8 
Perfect score: 1371 

Sequence: 1 MLKIATFNVNSIRSRLHIVI KPRLAEKPSDHLPLVAVFDV 257 

Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 283416 seqs, 96216763 residues 

Total number of hits satisfying chosen parameters: 283416 

Minimum DB seq length: 0 
Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 
Maximum Match 100% 
Listing first 45 summaries 

Database : PIR_79:* 
1: pirl:* 
2: pir2:* 
3: pir3:* 
4: pir4:* 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distributi 
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OM protein - protein search, using sw model 

Run on: March 23, 2005, 1 1 :48:55 ; Search time 1 74 Seconds 

(without alignments) 
756.347 Million cell updates/sec 

Title: US-09-856-850A-18 
Perfect score* 1371 

Sequence: 1 MLKIATFNVNSIRSRLHIVI KPRLAEKPSDHLPLVAVFDV 257 

Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 1612378 seqs, 512079187 residues 

Total number of hits satisfying chosen parameters: 1612378 

Minimum DB seq length: 0 
Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 
Maximum Match 100% 
Listing first 45 summaries 

Database : UniProt_03:* 
1: uniprot_sprot:* 
2: uniprot_trembl:* 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



